The limited DNA sequence data of the polychaetes species are available from the Eastern Arabian Sea. We have sequenced 18S rDNA gene from 54 polychaetes species and 37 species identified up to the species level. The DNA bar-coding data provides for molecular identification of benthic polychaetes that will provide imminent into drivers of species diversity in the Eastern Arabian Sea. The 18S rDNA sequence data set is made publicly available to enable critical or extended analyzes of DNA bar-coding.
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Value of the data
These data are the first generated using 18S rRNA genes of polychaetes in west coast of India. This project presents the diversity of benthic polychaetes communities by using 18S rRNA gene sequencing.
This data provides other researchers to extend the molecular identification (DNA barcoding).
Data
The molecular taxonomy is refreshing traditional taxonomy and helps to increase the taxonomic crisis, alternative and complementary approaches, particularly successful in the identification and delimitation of new species from various groups [1] . Recently, the increased identification of abundance and importance of cryptic species, those are morphologically identical but genetically different [2] . Moreover, the molecular identification has been reformed the exploration of biodiversity for which traditional taxonomy is difficult [3] . There has been increased numbers of unidentified specimens in our collection which limits their use in future studies involving the biogeography. The most commonly occurring polychaete species are shown in the Fig. 1 . A total 54 polychaete species were newly sequenced based on the 18S rDNA gene together with 88 sequences submitted to NCBI GenBank (Table 1) Perinereis cultrifera KT900284 GP0181-GP0182
Platynereis dumerlii KT900285-KT900286 GP0183 Namalycastis abiuma KT900287 GP0184
Dendronereis aestuarina KT900288 GP0185 Namalycastis abiuma KT900289 GP0186
Platynereis australis KT900290 GP0187
Nereis sandersi KT900291 GP0188
Glycera capitata KT900292 GP0189
Glycera alba KT900293 GP0190
Eunice miurai KT900294 GP0191-GP0192
Lysidice sp.
KT900295-KT900296 GP0193
Lumbrineris funchalensis KT900297 GP0194
Marphysa viridis KT900298 GP0195
Ninoe nigripes
Perinereis sp.
KX290699-KX290700 GP0230
Nectoneanthes oxypoda KX290701 GP0231-GP0232
Hermeniave rruculosa KX290702-KX290703 GP0233 Hedisteatoka KX290704 GP0234-GP0235
Terebellides sp.
KX290705-KX290706 GP0236-GP0237
Paralacydonia paradoxa KX290707-KX290708 GP0238
Hesione sp. KX290709 GP0239-GP0240
Spiochaetopterus sp.
KX290710-KX290711 GP0241
Euclymene sp. KX290712
Experimental design, materials and methods
The sediment samples were collected at the following localities. Sediment samples were collected using 0.04 m² van Veen grabs. Samples were sieved on a 500 mm mesh. In the laboratory, the sediment samples were washed again, sorted, and stored in 95% ethanol. Some of middle segments of polychaete species were removed from these specimens and kept in vials containing absolute ethanol until further use for DNA isolation. Identification of polychaete species was done by observing diagnostic characters parapodia-bearing chitinous chaetae under stereo zoom microscope using keys [4, 5] .
2.1. DNA extraction, PCR amplification, purification, and sequencing Genomic DNA was extracted from the specimen using the Qiagen DNeasy Tissue Kit according to manufacturer's instructions. The 18S rRNA gene amplifications were carried out using primer pair 18F/18R1843 [6] . PCR amplification of the 18S rDNA gene changed into done in overlapping fragments of 1800 bp length each with modified primer pairs with standard cycle sequencing protocols. Amplifications had been carried out using an Eppendorf Master Cycler Gradient. The following PCR temperature file was used: 95 C for 3 min; 35 cycles at 95°C for 45 s, 60°C for 1 min, and 72 C for 2 min; final extension at 72 C for 5 min. After detection by gel electrophoresis, the products had been purified using the Qiaquick PCR Purification Kit (Qiagen). Sequences were produced using the same primers and determined on an Applied Biosystems (ABI) 3730xl. All sequences were submitted to NCBI GenBank (Table 1) .
